ABSTRACT Many Arcobacter spp. are free living and are routinely recovered from marine environments. Arcobacter halophilus was isolated from hypersaline lagoon water in the Hawaiian islands, and it was demonstrated to be an obligate halophile. This study describes the complete whole-genome sequence of the A. halophilus type strain, CCUG 53805 (ϭ LA31B T ϭ ATCC BAA-1022 T ).
(13) using the custom Perl script BlastPTrimmer14 (12) , with the composite proteome used here for BLAST analyses and comparisons containing proteins from all current complete Campylobacter and Arcobacter genomes. The genome is predicted to encode 2,622 putative protein-coding genes and 19 pseudogenes. Additionally, the CCUG 53805 T genome contains 6 rRNA operons and 63 tRNA-encoding genes. A type I-B CRISPR/Cas system and 6 genomic islands ranging from 8.5 kb to 26.9 kb were identified in the CCUG 53805 T chromosome; the largest genomic island putatively encodes a type VI secretion system. The CCUG 53805 T genome contains no plasmids. Consistent with its description as an obligate halophile, the genome of strain CCUG 53805 T contains several genes associated with the biosynthesis and uptake of osmolytes. These include genes for the biosynthesis of ectoine (ectABC), 5-hydroxyectoine (ectD), proline (proABC), glycine betaine aldehyde (betA), and ␥-butyrobetaine (cai/fix). Additionally, the CCUG 53805 T genome encodes the ProVWX proline/glycine betaine ABC transporter and four BCCT (betaine/carnitine/choline transporter) family proteins.
Data availability. The complete genome sequence of A. halophilus strain CCUG 53805 T has been deposited in GenBank under the accession number CP031218. The 454, HiSeq, and PacBio sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) under the accession number SRP155008. The source codes for contig_extender3 and BlastPTrimmer14 are available through GitHub (https://github .com/Arcobacter/Genome_perl).
